Exhibit C 

BLAST result of SEQ ID N0:1 versus human genome 



MEGABLAST 1 .2 .3-Paracel [2001-11-20] 

Zheng Zhang, Scott Schwartz, Lukas Wagner, and Webb Miller (2000), 
"A greedy algorithm for aligning DNA sequences", 
J Comput Biol 2000; 7 (1-2) : 203-14 . 
Database: Homo_sapiens .latestgp. masked. fa 

33,840 sequences; 200,810,911,373 total letters 

Query= LEXl81seqidl 

(1395 letters) 

Score E 

Sequences producing significant alignments: (bits) Value 

AL133463. 16. 1.84122 °-<> 
AL050320. 19. 1.107057 * Mi le " 97 

>AL133463. 16. 1.84122 

Length = 84122 

Score = 1030 bits (519), Expect =0.0 
Identities = 519/519 (100%) 
Strand = Plus /Plus 

Ouerv- 877 gacacagacagctgtgagcgctggatgagctgcaaaagcgagttcttaaagaagtacatg 936 

° ^ | IIIIIIMMII Illllllllllll INI Mil l 

Sbjct: 28357 gacacagacagctgtgagcgctggatgagctgcaaaagcgagttcttaaagaagtacatg 
28416 

Ouerv- 937 cacaaggtgatgaatgacctgcccagctgcccctgctcctaccccactgaggtggcctac 996 

Query. | | | |f | | | | | | | | | 1 1 | | | | 1 1 | I I I I I I I I I I I I I I I 

Sbjct: 28417 cacaaggtgatgaatgacctgcccagctgcccctgctcctaccccactgaggtggcctac 

28476 

Query : 997 agcacggccgacatc ttcgaccgcatcaagcgcaaggac ttccgctggaaggacgccagc 

1056 1 1 1 I I 1 1 1 1 I I I III 1 1 1 1 1 1 1 1 I I I 1 1 Mill H I MINIMUM I I I I 1 1 I I 1 1 1 1 

Sbjct: 28477 agcacggccgacatcttcgaccgcatcaagcgcaaggacttccgctggaaggacgccagc 
28536 

Query: 1057 gggcccaaggagaagctggagatctacaagcccactgcccggtactgcatccgctccatg 

1116 1 1 1 M 1 1 M II Ml II II IIIIIIIIMIIIIIIIIIIIIIIIIIIIIMIIIII 

Sbj c t : 28537 gggcccaaggagaagctggagatctacaagcccac tgcccggtactgcatccgctccatg 
28596 



Query: 1117 ctgtccctggagagcaccacgctggcggcacagcactgctgctacggcgacaacatgcag 

1176 iiiiiiiiiiii linn iiiHiiiiiiiiiiiiiiiiiii 

Sbjct: 28597 ctgtccctggagagcaccacgctggcggcacagcactgctgctacggcgacaacatgcag 



28656 



Query: 1177 ctcatcaccaggggcaagggggcgggcacgcccaacctcatcagcaccgagttctccgcg 

1236 lllllllllllllllll I I I I I I Illllllllllllllllllllllll 

Sbj ct : 28657 ctcatcaccaggggcaagggggcgggcacgcccaacctcatcagcaccgagttctccgcg 



28716 



Query: 1237 gagctccactacaaggtggacgtcctgccctggattatctgcaagggtgactggagcagg 

1296 IIIMII IIIIIIIIIIIIIIIIMIIII I I IN 

Sbjct : 28717 gagctccactacaaggtggacgtcctgccctggattatctgcaagggtgactggagcagg 



28776 

Query: 1297 tataacgaggcccggcctcccaacaacggacagaagtgcacagagagcccctcggacgag 

1356 | ! 1 1 1 1 1 1 1 ! IIIMII MM I M I M 1 1 1 1 1 M 1 1 1 1 1 II 

Sbjct : 28777 tataacgaggcccggcctcccaacaacggacagaagtgcacagagagcccctcggacgag 
28836 

Ouerv: 1357 gactacatcaagcagttccaagaggccagggaatattaa 1395 

inn i ii iiiiiimiiii 28875 

Sbjct: 28837 gactacatcaagcagttccaagaggccagggaatattaa 



Score = 528 bits (266), Expect = e-147 
Identities = 267/268 (99%) 
Strand = Plus / Plus 

Query: 376 caggtcaccatagaggtggtcgacggtcctgact^ 435 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiimiiiii qnnfi 

Sbjct- 9047 caggtcaccatagaggtggtcgacggtcctgactctgaagcagataaagatcagcatccg 9106 



Sbjct : 9107 gagaataagcccagctggtcagtcccatcccccgactggcgggcctggtggcagaggtcc 



495 



555 



Query: 496 ctgtccttggccagggcaaacagcggggaccaggacte 

11 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 MM HIM INI I „ 26 

Sbjct- 9167 itgtccttggccagggcaaacagcggggaccaggactacaagtacgacagtacctcagac 9226 



Query: 556 gacagcaacttcctcaacccccccagggggtgggaccatacagccccaggccaccggact 

Query. f| | |f | | 1 1 | I I I I I I I I I I I I 1 1 I I M I II I I I I I I I I I I I I I M I I I M I 

Sbjct: 9227 gacagcaacttcctcaacccccccagggggtgggaccatacagcccc^ggccaccggact 



615 
9286 



Query: 616 tttgaaaccaaagatcagccagaatatg 643 

I Ml Mill Mil III II MM MINI 

Sbjct: 9287 tttgaaaccaaagatcagccagaatatg 9314 



Score = 312 bits (157), Expect = 5e-82 
Identities = 159/161 (98%) 
Strand = Plus / Plus 

Querv: 220 caccaggctgcacaccaacccttccccagaccgcgattccgacaagagacggggcaccct 279 

llllllllllll MIIMMMIIIIIIMII MIMIMMMI 

Sbjct: 1 caccaggctgcacaccaacccttccccagaccgcgattccgacaagagacggggcaccct 60 
Query: 280 tcattgcaaagagatttccccagatcctttctccttgatctaccaaactttccagatctt 339 

iimiimiimi iiiiiiiiiiiiiiii mum i9n 

Sbjct: 61 tcattgcaaagagatttccccagatcctttctccttgatctaccaaactttccagatctt 120 
Query: 340 tccaaagctgatatcaatgggcagrwtccaaatatccaggt 380 

T 1 1 1 1 1 1 1 1 1 1 3 1 1 i 1 1 1 1 1 1 J 1 1 1 1 1 1 1 1 M 1 1 ! 1 1 1 1 _ 

Sbjct: 121 tccaaagctgatatcaatgggcagaatccaaatatccaggt 161 



Score = 290 bits (146), Expect = 2e-75 
Identities = 146/146 (100%) 
Strand = Plus / Plus 

Query: 643 gattccacagatggcgagggtgactggagtctctggtctgtctgcagcgtcacctgcggg 702 

MUM IMIM III MUM llllllllllll MUM III II I Mill I M I II I II I 

Sbjct : 17955 gattccacagatggcgagggtgactggagtctctggtctgtctgcagcgtcacctgcggg 
18014 

Query: 703 aacggcaaccagaaacggacccggtcttgtggctacgcgtgcactgcaacagaatcgagg 762 

Mllllll llllllllllll I I I I I 1 1 I 1 1 I I I I 

Sbjct: 18015 aacggcaaccagaaacggacccggtcttgtggctacgcgtgcactgcaacagaatcgagg 

18074 . • 

Query: 763 acctgtgaccgtccaaactgcccagg 788 

I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct: 18075 acctgtgaccgtccaaactgcccagg 18100 



Score = 183 bits (92) , Expect = 3e-43 
Identities = 92/92 (100%) 
Strand = Plus / Plus 



Ouerv: 786 aggaattgaagacacttttaggacagctgccaccgaagtgagtctgcttgcgggaagcga 845 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiini 

Sbjct: 21788 aggaattgaagacacttttaggacagctgccaccgaagtgagtctgcttgcgggaagcga 



21847 



Query: 846 ggagtttaatgccaccaaactgtttgaagttg 877 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 it 1 1 1 1 1 1 1 1 

Sbjct: 21848 ggagtttaatgccaccaaactgtttgaagttg 21879 



>AL050320. 19. 1.107057 

Length = 107057 

Score = 363 bits (183), Expect = le-97 
Identities = 183/183 (100%) 
Strand = Plus / Plus 

Query: 137 agaataacctcaacgtgggaagtgacaccacatcagaaaccagcttttctctctccaaag 

196 MIIMIIII IIIIIIHII IMMI Mlllllll I Mill lllllllllllllllllll 

Sbjct : 106875 agaataacctcaacgtgggaagtgacaccacatcagaaaccagcttttctctctccaaag 
106934 

Query: 197 aagcaccaagggagcatctggaccaccaggctgcacaccaacccttccccagaccgcgat 

256 ' 

MIIMIIII INMIIIIIIIIIIIIIIIIIIII I MM IINMIIMIIIIIIIIII 

Sbjct: 106935 aagcaccaagggagcatctggaccaccaggctgcacaccaacccttccccagaccgcgat 
106994 

Query: 257 tccgacaagagacggggcacccttcattgcaaagagatttccccagatcctttctccttg 
316 

Mllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 

Sbjct: 106995 tccgacaagagacggggcacccttcattgcaaagagatttccccagatcctttctccttg 
107054 

Query: 317 ate 319 
III 

Sbjct: 107055 ate 107057 



Score = 175 bits (88), Expect = 8e-41 
Identities = 88/88 (100%) 
Strand = Plus / Plus 

Ouerv 51 cacgctgcacatcaccgtgctgcgcggctcgggagccgccgacgggcccgacgcggccgc 110 

llllllllllllllll IIIIIIIMIIII urn minim 

Sbjct: 58200 cacgctgcacatcaccgtgctgcgcggctcgggagccgccgacgggcccgacgcggccgc 
58259 



Query: 111 gggcaacgccagccaagcccagctgcag 138 

in i ii ii i ii ii ii mi ii ii i in 1 1 

Sbjct: 58260 gggcaacgccagccaagcccagctgcag 58287 



